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SEQLIST.TXT 
SEQUENCE LISTING 

<110> Novartis AG 

Mccullough, Karen 
ide, Susan 
Lavedan, christian 

<120> USE OF GENETIC POLYMORPHISMS THAT 

ASSOCIATE WITH EFFICACY OF TREATMENT OF INFLAMMATORY DISEASE 

<130> DV/4-33389A 

<150> 60/508,971 
<151> 2003-10-06 

<160> 22 

<170> FastSEQ for windows Version 4.0 

<210> 1 
<211> 53 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> variation 

<222> a)...(53) , . 

<223> TNF locus variant CT at position -1031) 

<221> variation 
<222> (23)... (0) 
<223> T 

<400> 1 

agcaaaggag aagctgagaa gatgaaggaa aagtcagggt ctggaggggc ggg b5 

<210> 2 

<211> 53 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> variation 

<222> (l)-..(53) . . 

<223> TNF locus variant CC at position -1031) 

<221> variation 
<222> (23)... (0) 
<223> C 

<400> 2 -3 
agcaaaggag aagctgagaa gacgaaggaa aagtcagggt ctggaggggc ggg 

<210> 3 

<211> 48 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> variation 

<222> (1)...(48) 

<223> LTA locus variant (c) 

<221> variation 
<222> (20)... (0) 
<223> C 
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<400> 3 ^ AO 

gtgagcagca ggtttgaggc tgctgtgggc aagatgcatc ttggggtg 48 

<210> 4 

<211> 48 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> variation 
<222> a)...C48) 

<223> LTA locus variant (A; ASN60THR) 

<221> variation 
<222> (20)... (0) 
<223> A 

<400> 4 

gtgagcagca ggtttgagga tgctgtgggc aagatgcatc ttggggtg 4B 

<210> 5 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> variation 

<222> (1) . . . (50) 

<223> CCR2 locus variant (G) 

<221> variation 
<222> (10)... (0) 
<223> G 

<400> 5 

atgctggtcg tcctcatctt aataaactgc aaaaagctga agtgcttgac 50 

<210> 6 

<211> 50 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> variation 
<222> (1)...(50) 

<223> CCR2 locus variant (a; val64ile) 

<221> variation 
<222> (10)... (0) 
<223> A 

<400> 6 

atgctggtca tcctcatctt aataaactgc aaaaagctga agtgcttgac 50 

<210> 7 

<211> 702 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (1)...(702) , , ^ ^ 

<223> Tumor necrosis factor alpha (TNFalpha) mRNA 
coding region 

<400> 7 

atg age act gaa age atg ate egg gae gtg gag etg gee gag gag geg 48 
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Met ser Thr Glu ser Met lie Arg Asp Val Glu Leu Ala Glu Giu Ala 
15 10 15 



etc ccc aag aag aca ggg ggg ccc cag ggc tec agg egg tgc ttg ttc 

Leu pro Lvs Lys Thr Gly Gly Pro Gin Gly Ser Arg Arg cys Leu Phe 

20 25 30 

etc age etc ttc tee ttc ctg ate gtg gea ggc gee ace aeg etc ttc 

Leu ser Leu Phe Ser Phe Leu lie val Ala Gly Ala Thr Thr Leu Phe 

35 40 45 

tgc ctg ctg cac ttt gga gtg ate ggc ccc cag agg gaa gag ttc ccc 

cys Leu Leu His Phe Gly val lie Gly Pro Gin Arg Glu Glu Phe Pro 
50 55 60 



caa get gag ggg cag etc cag tgg ctg aac cgc egg gee aat gee etc 
Gin Ala Glu Gly Gin Leu Gin Trp Leu Asn Arg Arg Ala Asn Ala Leu 
100 105 110 



gag ggc ctg tac etc ate tac tec cag gtc etc ttc aag ggc caa ggc 

Glu Gly Leu Tyr Leu lie Tyr ser Gin val Leu Phe Lys Gly Gin Gly 

130 135 140 

tgc ccc tec ace cat gtg etc etc aec cac ace ate age cgc ate gee 

cys Pro Ser Thr His val Leu Leu Thr His Thr lie Ser Arg lie Ala 

145 150 155 160 



96 



144 



192 



agg gae etc tet eta ate age cet ctg gee cag gea gtc aga tea tet 240 

Arg Asp Leu Ser Leu He Ser Pro Leu Ala Gin Ala val Arg Ser Ser 

65 70 75 80 

tet cga acc ccg agt gac aag cet gta gee cat gtt gta gea aac cet 288 

Ser Arg Thr Pro ser Asp Lys Pro val Ala His Val val Ala Asn Pro 
85 90 95 



336 



ctg gee aat ggc gtg gag ctg aga gat aac cag ctg gtg gtg cea tea 384 
Leu Ala Asn Gly val Glu Leu Arg Asp Asn Gin Leu Val Val Pro ser 
115 120 125 



432 



480 



gtc tec tac cag ace aag gtc aac etc etc tet gee ate aag age ccc 528 
Val ser Tyr Gin Thr Lys val Asn Leu Leu Ser Ala lie Lys Ser Pro 
165 170 175 

tgc cag agg gag aec cea gag ggg get gag gee aag ccc tgg tat gag 576 
Cys Gin Arg Glu Thr Pro Glu Gly Ala Glu Ala Lys Pro Trp Tyr Glu 
180 185 190 

ccc ate tat ctg gga ggg gtc ttc cag ctg gag aag ggt gac cga etc 624 
Pro lie Tyr Leu Gly Gly val Phe Gin Leu Glu Lys Gly Asp Arg Leu 
195 200 205 

age get gag ate aat egg ccc gac tat etc gac ttt gee gag tet ggg 672 
Ser Ala Glu lie Asn Arg Pro Asp Tyr Leu Asp Phe Ala Glu ser Gly 
210 215 220 

cag gtc tac ttt ggg ate att gee ctg tga 
Gin val Tyr Phe Gly lie lie Ala Leu * 
225 230 

<210> 8 
<211> 233 
<212> PRT 
<213> Homo sapiens 

<400> 8 

Met ser Thr Glu Ser Met lie Arg Asp val Glu Leu Ala Glu Glu Ala 
15 10 15 
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Leu Pro Lys Lys Thr Gly Gly Pro Gin Gly ser Arg Arg Cys Leu Phe 

20 25 30 

Leu Ser Leu Phe Ser Phe Leu lie val Ala Gly Ala Thr Thr Leu Phe 

35 40 45 ^ ^ 

Cys Leu Leu His Phe Gly Val lie Gly Pro Gin Arg Glu Glu Phe Pro 

50 55 60 

Arg Asp Leu Ser Leu He Ser Pro Leu Ala Gin Ala val Arg Ser Ser 
65 70 75 80 

Ser Arg Thr Pro Ser Asp Lys Pro val Ala His val val Ala Asn Pro 

85 90 95 

Gin Ala Glu Gly Gin Leu Gin Trp Leu Asn Arg Arg Ala Asn Ala Leu 

100 105 110 

Leu Ala Asn Gly Val Glu Leu Arg Asp Asn Gin Leu Val val Pro Ser 

115 120 125 ^ ^ ^ 

Glu Gly Leu Tyr Leu lie Tyr Ser Gin val Leu Phe Lys Gly Gin Gly 

130 135 140 ^ ^ 

Cys pro ser Thr His val Leu Leu Thr His Thr lie Ser Arg lie Ala 
145 150 155 160 

val Ser Tyr Gin Thr Lys Val Asn Leu Leu Ser Ala lie Lys ser Pro 

165 170 175 

cys Gin Arg Glu Thr Pro Glu Gly Ala Glu Ala Lys Pro Trp Tyr Glu 

180 185 190 

Pro lie Tyr Leu Gly Gly val Phe Gin Leu Glu Lys Gly Asp Arg Leu 

195 200 205 

ser Ala Glu lie Asn Arg Pro Asp Tyr Leu Asp Phe Ala Glu ser Gly 

210 215 220 

Gin val Tyr Phe Gly lie lie Ala Leu 
225 230 

<210> 9 

<211> 1793 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> C74)...(1201) 

<223> beta-actin expression (ACTB) mRNA coding region 
<400> 9 

cgcgtccgcc ccgcgagcac agagcctcgc ctttgccgat ccgccgcccg tccacacccg 60 
ccgccagctc acc atg gat gat gat ate gcc gcg etc gtc gtc gac aac 109 
Met Asp Asp Asp He Ala Ala Leu Val Val Asp Asn 
1 5 10 



ggc tec ggc atg tgc aag gee ggc ttc gcg ggc gac gat gcc cec egg 
Gly ser Gly Met Cys Lys Ala Gly Phe Ala Gly Asp Asp Ala Pro Arg 
15 20 25 



157 



gcc gtc ttc ccc tec ate gtg ggg ege cce agg cae cag ggc gtg atg 205 

Ala val Phe Pro ser lie val Gly Arg Pro Arg His Gin Gly val Met 
30 35 40 

gtg ggc atg ggt cag aag gat tec tat gtg ggc gac gag gcc cag age 253 

val Gly Met Gly Gin Lys Asp ser Tyr Val Gly Asp Glu Ala Gin Ser 

45 50 55 60 

aag aga ggc ate etc acc ctg aag tac ccc ate gag cae ggc ate gtc 

Lys Arg Gly lie Leu Thr Leu Lys Tyr Pro lie Glu His Gly lie Val 
65 70 75 



301 



ace aac tgg gac gac atg gag aaa ate tgg cae cae ace ttc tac aat 349 
Thr Asn Trp Asp Asp Met Glu Lys lie Trp His His Thr Phe Tyr Asn 
80 85 90 



gag ctg cgt gtg get ccc gag gag cae cec gtg ctg ctg acc gag gcc 
Glu Leu Arg val Ala Pro Glu Glu His Pro Val Leu Leu Thr Glu Ala 
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95 



100 



SEQLIST.TXT 



105 



ccc ctg aac ccc aag gcc aac cgc gag aag atg acc cag ate atg ttt 

pro Leu Asn Pro Lys Ala Asn Arg Glu Lys Met Thr Gin lie Met Phe 
110 115 120 

qag acc ttc aac acc cca gcc atg tac gtt get ate cag get gtq eta 

Glu Thr Phe Asn Thr Pro Ala Met Tyr val Ala He Gin Ala val Leu 

125 130 135 140 



tec 
ser 



ctg tac gee tet gge egt acc act gge ate gtg atg gae tec ggt 
Leu Tyr Ala ser Gly Arg Thr Thr Gly lie val Met Asp ser Gly 



145 



150 



155 



gac ggg gtc acc cae act gtg ccc ate tac gag ggg tat gee etc ccc 
Asp Gly val Thr His Thr Val Pro lie Tyr Glu Gly Tyr Ala Leu Pro 



160 



165 



170 



cat gcc ate ctg cgt ctg gac ctg get gge egg gac ctg act gac tac 
His Ala lie Leu Arg Leu Asp Leu Ala Gly Arg Asp Leu Thr Asp Tyr 



175 



180 



185 



etc atg aag ate etc ace gag cgc gge tac age ttc acc acc acg gcc 
Leu Met Lys lie Leu Thr Glu Arg Gly Tyr ser Phe Thr Thr Thr Ala 



190 



195 



200 



gag egg gaa ate gtg cgt gac att aag gag aag ctg tgc tac gtc gee 
Glu Arg Glu He Val Arg Asp lie Lys Glu Lys Leu cys Tyr val Ala 



205 



210 



215 



220 



ctg gac ttc gag caa gag atg gcc acg get get tee age tec tec ctg 

Leu Asp Phe Glu Gin Glu Met Ala Thr Ala Ala Ser Ser Ser ser Leu 

225 230 235 

gag aag age tac gag ctg cct gae gge cag gtc ate acc att gge aat 

Glu Lys Ser Tyr Glu Leu Pro Asp Gly Gin Val lie Thr He Gly Asn 



240 



245 



250 



gag egg ttc cgc tgc cct gag gea etc ttc cag cct tec ttc ctg gqc 
Glu Arg Phe Arg cys Pro Glu Ala Leu Phe Gin Pro ser Phe Leu Gly 
255 260 265 

atg gag tec tgt gge ate cae gaa act acc ttc aac tec ate atg aag 
Met Glu Ser Cys Gly lie His Glu Thr Thr Phe Asn Ser He Met Lys 
270 275 280 

tgt gac gtg gac ate cgc aaa gac ctg tac gcc aac aca gtg ctg tet 
Cys Asp Val Asp lie Arg Lys Asp Leu Tyr Ala Asn Thr val Leu Ser 



285 



290 



295 



300 



gge gge acc ace atg tac cct gge att gcc gae agg atg cag aag gag 
Gly Gly Thr Thr Met Tyr Pro Gly He Ala Asp Arg Met Gin Lys Glu 
305 310 315 

ate act gee ctg gea ccc age aca atg aag ate aag ate att get cct 
lie Thr Ala Leu Ala Pro ser Thr Met Lys lie Lys lie lie Ala Pro 
320 325 330 

cct gag cgc aag tac tec gtg tgg ate gge gge tec ate ctg gee teg 
Pro Glu Arg Lys Tyr ser val Trp He Gly Gly ser lie Leu Ala ser 
335 340 345 

ctg tec acc ttc cag cag atg tgg ate age aag cag gag tat gac gag 
Leu ser Thr Phe Gin Gin Met Trp lie ser Lys Gin Glu Tyr Asp Glu 
350 355 360 

tec gge ccc tec ate gtc cae cgc aaa tgc ttc tag gcggactatg 
ser Gly Pro Ser lie val His Arg Lys cys Phe * 
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493 



541 



589 



637 



685 



733 



781 



829 



877 



925 



973 



1021 



1069 



1117 



1165 



1211 
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365 370 375 

acttagttgc gttacaccct ttcttgacaa aacctaactt gcgcagaaaa caagatgaga 1271 
?tggcitggc tttatttgtt ttttttgttt tgttttggtt tttttttttt ttttggcttg 1331 
actcaggatt taaaaactgg aacggtgaag gtgacagcag tcggttggag cgagcatccc 1391 
ccaaagttca caatgtggcc gaggactttg attgcacatt gttgtttttt taatagtcat 1451 
tccaaatatg agatgcattg ttacaggaag tcccttgcca tcctaaaagc caccccactt 1511 
ctctctaagg agaatggccc agtcctctcc caagtccaca caggggaggt gatagcattg 1571 
ctttcgtgti aattatgtaa tgcaaaattt ttttaatctt cgccttaata cttttttatt 1631 
ttgttttitt ttgaatgatg agccttcgtg cccccccttc cccctttttg tcccccaact 1691 
tgagatgtat gaaggctttt ggtctccctg ggagtgggtg gaggcagcca gggcttacct i/bi 
gtacactgac ttgagaccag ttgaataaaa gtgcacacct ta I79i 

<210> 10 

<211> 2242 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<223> chemokine (c c motif) receptor 2 CCCR2) mRNA 
coding region 

acagagaaag tggattgaac aaggacgcat ttccccagta catccacaac ajS^'^Jl^j ^6 

1 



tec aca tct cgt tct egg ttt ate aga aat aec aac gag age gqt gaa 104 
Ser Thr Ser Arg ser Arg Phe lie Arg Asn Thr Asn Glu ser Gly Glu 
5 10 15 

qaa gtc ace aec ttt ttt gat tat gat tae ggt get cec tgt cat aaa 152 
Glu val Thr Thr Phe Phe Asp Tyr Asp Tyr Gly Ala Pro cys ms Lys 
20 25 30 



200 



248 



296 



ttt gac gtg aag eaa att ggg gee eaa etc ctg cet ccg etc tae teg 
Phe ASP val Lys Gin lie Gly Ala Gin Leu Leu Pro Pro Leu Tyr ser 
35 40 45 50 

ctg gtg tte ate ttt ggt ttt gtg gge aac atg ctg gtc gtc etc ate 
Leu val Phe He Phe Gly Phe Val Gly Asn Met Leu val Val Leu He 
55 60 65 

tta at a aac tgc aaa aag ctg aag tge ttg act gac att tac ctg etc 
Leu He Asn cys Lys Lys Leu Lys cys Leu Thr Asp lie Tyr Leu Leu 
70 75 80 

aac ctg gee ate tct gat ctg ett ttt ett att act etc cea ttg tgg 344 
Asn Leu Ala lie Ser Asp Leu Leu Phe Leu lie Thr Leu Pro Leu Trp 
85 90 95 

get cac tct get gea aat gag tgg gtc ttt ggg aat gca atg tge aaa 
Ala His ser Ala Ala Asn Glu Trp val Phe Gly Asn Ala Met cys Lys 
100 105 110 

tta tte aca ggg ctg tat cac ate ggt tat ttt ggc gga ate tte ttc 
Leu Phe Thr Gly Leu Tyr His He Gly Tyr Phe Gly Gly He Phe Phe 
115 120 125 130 

ate ate etc ctg aca ate gat aga tac ctg get att gtc cat get gtg 
He He Leu Leu Thr He Asp Arg Tyr Leu Ala He val His Ala Val 
135 140 145 

ttt get tta aaa gee agg acg gtc ace ttt ggg gtg gtg aca agt gtg 
Phe Ala Leu Lys Ala Arg Thr Val Thr Phe Gly val val Thr Ser Val 
150 155 160 
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ate acc 
He Thr 



act aaa 
Thr Lys 
180 

cca cga 
Pro Arg 
195 

ctg gtc 
Leu val 



aaa acc 
Lys Thr 



aga gtc 
Arg Val 



tat aac 
Tyr Asn 
260 

agt aac 
Ser Asn 
275 

gag act 
Glu Thr 



ttc gtt 
Phe val 



tgg ttg gtg 
Trp Leu Val 

165 

tgc cag aaa 
cys Gin Lys 



gga tgg aat 
Gly Trp Asn 



ctg ccg ctg 
Leu pro Leu 
215 

ctg ctt egg 
Leu Leu Arg 
230 

ate ttc acc 
lie Phe Thr 
245 

att gtc att 
lie val lie 



get gtg 
Ala val 



gaa gat 
Glu Asp 
185 

aat ttc 
Asn Phe 
200 

etc ate 
Leu lie 



tgt cga 
Cys Arg 



ate atg 
He Met 



tgt gaa age 
cys Glu ser 



ctt ggg atg 
Leu Gly Met 
295 

ggg gag aag 
Gly Glu Lys 
310 



etc ctg 
Leu Leu 
265 

acc agt 
Thr ser 
280 

act cac 
Thr His 



ttc aga 
Phe Arg 



SEQLIST.TXT 

ttt get tet gtc cca gga ate ate ttt 
Phe Ala ser Val Pro Giy lie lie Phe 
170 175 

tet gtt tat gtc tgt gge cet tat ttt 
ser val Tyr Val cys Gly Pro Tyr Phe 
190 

cae aca ata atg agg aac att ttg ggg 
His Thr lie Met Arg Asn lie Leu Gly 
205 210 

atg gtc ate tgc tac teg gga ate ctg 
Met val lie Cys Tyr ser Giy lie Leu 
220 225 

aac gag aag aag agg eat agg gea gtg 
Asn Glu Lys Lys Arg His Arg Ala val 
235 240 

att gtt tac ttt etc ttc tgg act cec 
lie val Tyr Phe Leu Phe Trp Thr Pro 
250 255 

aac ace ttc cag gaa ttc ttc gge ctg 

Asn Thr Phe Gin Glu Phe Phe Gly Leu 
270 

caa ctg gae caa gcc acg cag gtg aca 

Gin Leu Asp Gin Ala Thr Gin Val Thr 



285 



290 



tgc tgc ate aat ecc ate ate tat gcc 
cys cys lie Asn Pro lie lie Tyr Ala 
300 305 



584 



632 



680 



728 



776 



824 



872 



920 



968 



ag ectttttcac atagctcttg getgtaggat 1021 



tgeeeeaete 
agtgaetaea 
tgaagccagt 
ggaaatcaca 
ttaccaggca 
caaactacet 
tagtaaaaat 
gagttactat 
gagcttaaga 
gttgattgge 
catctaagta 
gatetecatt 
gaagtcatgc 
atattgttcc 
tttaaaccet 
tectcttagt 
tgeaagcaag 
ggaetatgge 
agageagaac 
ttgatggtga 
gctataacta 



caaaaaecag 
caaggactcc 
etteaggaea 
egtctggett 
ggaaggetga 
tecagttcet 
aaaattaaag 
catgtcaaac 
attttgagca 
aggagttgga 
atgatgtcgt 
etcteaggct 
gtttaatcac 
ctattttgee 
attggtaaag 
egagceaagt 
aaacactggg 
tetaetttea 
ttteaeette 
tgaaatgtaa 
tgttgataaa 



tgtgtggagg 
tegatggteg 
aagaaggage 
caeagatgtg 
gaggagagag 
catttttgaa 
ctgaaaactg 
gtgaaaatge 
ggtggtatgt 
agtgtgtgat 
ttgaateaea 
tgctgeeaaa 
attegagtgt 
agtgggaact 
aatggaaggt 
taagaatgtt 
ettctagaac 
ggccacatgg 
atatatttgt 
atactgtttt 



tecaggagtg 
tggaaaagga 
etagagaeag 
tgattcaeag 
aetecagctg 
tacaggcata 
caacttgtaa 
tgtattagtc 
ttgggagact 
etgtgggcae 
gtataegcte 
agecttttgt 
ttcagtgctt 
ectaaatcaa 
ggagaagcte 
ettatgttge 
caggcaaett 
etaaagaagg 
atgateetaa 
taaeaaetat 



agaeeaggaa 
aagtcaattg 
aaatgacaga 
tgtgaatett 
ggttggaaaa 
gagtteagac 
atgtggtaaa 
acagagataa 
getgagtcaa 
attagcetat 
catcgetgtc 
gttttgtttt 
cgcagatgte 
attggcttet 
ectgaagtaa 
ecagtgtgtt 
gggaaetaga 
tttcagaaag 
tgaatgcata 
gatttggaaa 



agaatgtgaa 
gcagagecec 
tctctgettt 
ggtgtctacg 
eagtattttc 
tttttttaaa 
gagttagttt 
ttetagcttt 
cecaatagtt 
gtgcatgeag 
ateteagetg 
gtateattat 
cttgatgetc 
aatcaaagct 
geaaagaett 
tetgatctga 
etceeaaget 
aagtggggae 
aaatgttaag 
ataaateaat 



1081 
1141 
1201 
1261 
1321 
1381 
1441 
1501 
1561 
1621 
1681 
1741 
1801 
1861 
1921 
1981 
2041 
2101 
2161 
2221 
2242 



<210> 11 
<211> 618 
<212> DNA 

<213> Homo sapiens 
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<220> 

<221> CDS 

<222> a)...C618) 

<223> Lymphotoxin alpha (LTA) mRNA coding region 



<400> 11 

atg aca cca cct gaa cgt etc ttc etc cca agg gtg tgt ggc acc acc 
Met Thr pro Pro Glu Arg Leu Phe Leu Pro Arg val Cys Gly Thr Thr 
1 5 10 15 

eta cac etc etc ctt ctg ggg ctg ctg etg gtt ctg etg cct ggg gee 
Leu His Leu Leu Leu Leu Gly Leu Leu Leu val Leu Leu Pro Gly Ala 
20 25 30 

cag ggg etc cct ggt gtt ggc etc aca cct tea get gee cag act gcc 
Gin Gly Leu Pro Gly val Gly Leu Thr pro ser Ala Ala Gin Thr Ala 
35 40 45 

cgt cag cac cec aag atg cat ctt gcc cac age acc etc aaa cct get 
Arq Gin His Pro Lys Met His Leu Ala His Ser Thr Leu Lys Pro Ala 
^50 55 60 

get cac etc att gga gae cec age aag cag aac tea ctg etc tgg aga 
Ala His Leu He Gly Asp Pro ser Lys Gin Asn ser Leu Leu Trp Ara 
65 70 75 80 

gea aac aeg gae cgt gcc ttc etc cag gat ggt ttc tec ttg age aac 
Ala Asn Thr Asp Arg Ala Phe Leu Gin Asp Gly Phe Ser Leu Ser Asn 
85 90 95 

aat tet etc ctg gte cec acc agt ggc ate tac ttc gtc tac tec cag 336 
Asn ser Leu Leu val Pro Thr Ser Gly He Tyr Phe val Tyr ser Gin 
100 105 110 



gtg gte ttc tet ggg aaa gcc tac tct cec aag gcc acc tec tec cca 
val val Phe ser Gly Lys Ala Tyr ser Pro Lys Ala Thr ser Ser Pro 
115 120 125 

etc tac ctg gcc cat gag gtc cag etc ttc tee tec cag tac cec ttc 
Leu Tyr Leu Ala His Glu Val Gin Leu Phe Ser Ser Gin Tyr Pro Phe 
130 135 140 

cat gtg cct etc etc age tec cag aag atg gtg tat cca ggg ctg cag 
His Val Pro Leu Leu Ser ser Gin Lys Met Val Tyr Pro Gly Leu Gin 
145 150 155 160 



gaa cec 
Glu Pro 

165 



48 



96 



144 



192 



240 



288 



384 



432 



480 



528 



576 



tgg etg cac teg atg tac cac ggg get gcg ttc cag etc acc 

Trp Leu His ser Met Tyr His Gly Ala Ala Phe Gin Leu Thr 

165 170 175 

cag gga gae cag eta tec acc cac aca gat ggc ate cec cac eta gtc 

Gin Gly Asp Gin Leu ser Thr His Thr Asp Gly He Pro His Leu val 

180 185 190 

etc age cct agt act gtc ttc ttt gga gcc ttc get ctg tag 618 

Leu ser Pro Ser Thr val Phe Phe Gly Ala Phe Ala Leu * 
195 200 205 



<210> 12 

<211> 894 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> C9)..-(743) 
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<223> Lymphotoxin beta Cltb) mRNA coding region 



<400> 12 « 
cagtctca atg ggg gca ctg ggg ctg gag ggc agg ggt gqg agg etc cag 
Met Giy Ala Leu Gly Leu Glu Gly Arg Giy Gly Arg Leu Gin 



50 



98 



qqq aqq ggt tec etc ctg eta get gtg gca gqa gee act tet ctg gtg 
Gly Arg Gly Ser Leu Leu Leu Ala Val Ala Gly Ala Thr ser Leu val 
15 20 25 30 

ace ttg ttg ctg geg gtg cet ate act gtc ctg get gtg ctg gcc tta 146 
Thr Leu Leu Leu Ala val Pro lie Thr val Leu Ala Val Leu Ala Leu 
35 40 45 



194 



gtg ccc cag gat cag gga gqa ctg gta acg gag acg gcc gac cec ggg 
val pro Gin Asp Gin Gly Gly Leu val Thr Glu Thr Ala Asp Pro Gly 
50 55 60 

gca cag gcc cag caa gga ctg ggg ttt cag aag ctg cea gag gag gag 
Ala Gin Ala Gin Gin Gly Leu Gly Phe Gin Lys Leu Pro Glu Glu Glu 
65 70 75 

cea gaa aca gat etc age ccc ggg etc cca get gcc cac etc ata ggc 
pro Glu Thr Asp Leu ser Pro Gly Leu Pro Ala Ala ms Leu lie Gly 
80 85 90 

get ecg ctg aag ggg cag ggg eta ggc tgg gag acg acg aag gaa cag 
Ala Pro Leu Lys Gly Gin Gly Leu Gly Trp Glu Thr Thr Lys Glu Gin 
95 100 105 110 

geg ttt ctg acg age gqg acg cag ttc teg gac gcc gag ggg ctg gcg 
Ala Phe Leu Thr Ser Gly Thr Gin Phe Ser Asp Ala Glu Gly Leu Ala 
115 120 125 

etc ecg cag gac ggc etc tat tac etc tac tgt etc gtc ggc tac egg 
Leu Pro Gin Asp Gly Leu Tyr Tyr Leu Tyr cys Leu val Gly Tyr Arg 
130 135 140 

ggc egg gcg ccc cet ggc ggc ggg gac ccc cag ggc cgc teg gtc acg 
Gly Arg Ala Pro Pro Gly Gly Gly Asp Pro Gin Gly Arg Ser val Thr 
145 150 155 

ctg cgc age tct ctg tac egg gcg ggg ggc gee tac ggg ecg ggc act 
Leu Arg ser ser Leu Tyr Arg Ala Gly Gly Ala Tyr Gly Pro Gly Thr 
160 165 170 

ccc gag ctg ctg etc gag ggc gee gag acg gtg act cca gtg ctg gac 578 
pro Glu Leu Leu Leu Glu Gly Ala Glu Thr Val Thr Pro val Leu Asp 
175 180 185 190 

ecg gcc agg aga caa ggg tac gqg cet etc tgg tac acg age gtg ggg 626 
Pro Ala Arg Arg Gin Gly Tyr Gly Pro Leu Trp Tyr Thr Ser val Gly 
195 200 205 

ttc ggc ggc ctg gtg cag etc egg agg ggc gag agg gtg tac gtc aac 674 
Phe Gly Gly Leu Val Gin Leu Arg Arg Gly Glu Arg val Tyr val Asn 
210 215 220 

ate agt cac ccc gat atg gtg gac ttc geg aga ggg aag ace ttc ttt 722 
lie ser His Pro Asp Met Val Asp Phe Ala Arg Gly Lys Thr Phe Phe 
225 230 235 

ggg gcc gtg atg gtg ggg tga gggaatatga gtgcgtggtg cgagtgegtg 773 
Gly Ala Val Met val Gly * 
240 

aatattgggg gcccggacgc ccaggacccc atggcagtgg gaaaaatgta ggagactgtt 833 
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290 



338 



386 



434 



482 



530 
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tggaaattga ttttgaacct gatgaaaata aagaatggaa agcttcagtg ctgccgataa 893 
a 

<210> 13 

<211> 327 

<212> DMA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (1)..-C327) ^ ^ - ^. 

<223> FKBPlA open reading frame for FK506 Binding 

protein lA Cmacrophilin 12) mRNA coding region 



<400> 13 

atg gga gtg cag gtggaa acc ate tec cca gga gac gqg cgc acc ttc 

Met Gly Val Gin VaT Glu Thr lie ser Pro Gly Asp Gly Arg Thr Phe 
1 5 10 15 

ccc aag cgc ggc cag acc tgc gtg gtg cac tac acc ggg atg ctt gaa 

pro Lys Arg Gly Gin Thr Cys val Val His Tyr Thr Gly Met Leu Glu 
20 25 30 



ttt atg eta ggc aag cag gag gtg ate ega ggc tgg gaa gaa ggg gtt 

Phe Met Leu Gly Lys Gin Glu Val He Arg Gly Trp Glu Glu Gly val 
50 55 60 

gee cag atg agt gtg ggt cag aga gee aaa ctg act ata tct cca gat 

Ala Gin Met ser val Gly Gin Arg Ala Lys Leu Thr lie ser Pro Asp 

65 70 75 80 

tat gee tat ggt gee act ggg cac cca ggc ate ate cca cca cat gee 
Tyr Ala Tyr Gly Ala Thr Gly His Pro Gly He lie Pro Pro His Ala 

^85 90 95 



48 



96 



gat gga aag aaa ttt gat tec tec egg gac aga aac aag ccc ttt aag 144 
Asp Gly Lys Lys Phe Asp Ser Ser Arg Asp Arg Asn Lys Pro Phe Lys 
35 40 45 



192 



240 



288 



act etc gtc ttc gat gtg gag ctt eta aaa ctg gaa tga 327 
Thr Leu val Phe Asp val Glu Leu Leu Lys Leu Glu * 
100 105 

<210> 14 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer^bind 
<222> CD... (21) 

<223> Amplification primer for human LTA - forward 
<400> 14 

acaecacetg aacgtetctt e 21 

<210> 15 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> (1)...(21) 

<223> Amplification primer for human LTA - reverse 
<400> 15 
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tctcaatccc tgaggaagtg g 21 

<210> 16 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> CI).. -(24) 

<223> Sequencing primer for human LTA - forward 
<400> 16 

tcagccaaac cttgagccct agag 24 

<210> 17 

<211> 34 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> CD... (34) 

<223> Sequencing primer for human LTA - reverse 
<400> 17 

atgtttacca atgaggtgag cagcaggttt gcgg 34 

<210> 18 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> CD. . .C20) 

<223> Amplification primer for human TNF - forward 
<400> 18 

tgggagtgag aacttcccag 20 

<210> 19 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> (1)...(20) 

<223> Amplification primer for human TNF - reverse 
<400> 19 

tgagctcatc tggaggaagc 20 

<210> 20 

<211> 20 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 
<222> CD... (20) 

<223> sequencing primer for human TNF - forward 
<400> 20 

tgggagtgag aacttcccag 20 
<210> 21 
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<211> 20 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> primer_bind 

<222> (1)...(20) ^ ^ 

<223> Sequencing primer for human TNF - reverse 

<400> 21 20 
cttaaacgtc ccctgtattc 

<210> 22 

<211> 894 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> variation 
<222> (9)...C743) 

<223> LTB*1 CG) polymorphism coding region 

cagtrtcLt gggggcactg gggctggagg gcaggggtgg gaggctccag sggaggggtt 60 
ccctcctqct agctgtggca ggagccactt ctctggtgac cttgttgctg gcggtgccta 120 
tcactgtcct ggctgtgctg gccttagtgc cccaggatca gggaggactg gtaacggaga 180 
cggccgaccc cggggcacag gcccagcaag gactggggtt tcagaagctg ccagaggagg 240 
agccagaaac agatctcagc cccgggctcc cagctgccca cctcataggc gctccgctga 300 
aggggcaggg gctaggctgg gagacgacga aggaacaggc gtttctgacg agcgggacgc 360 
agttctcggi cgccglgggg ctggcgctcc cgcaggacgg cctctattac ctctactgtc 420 
tcgtcggcta ccggggccgg gcgccccctg gcggcgggga cccccagggc cgctcggtca 480 
cgctgcgcag ctctctgtic cgggcggggg gcgcctacgg gccgggcact cccgagctgc 540 
tgctcgaggg cgccgagacg gtgactccag tgctggaccc ggccaggaga caagggtacg 600 
ggcctctctg gtaclcgagc gtggggttcg gcggcctggt gcagctccgg aggggcgaga 660 
gggtgtacgt caacatcagt caccccgata tggtggactt cgcgagaggg aagaccttct 720 
ttggggccgt gatggtgggg tgagggaata tgagtgcgtg gtgcgagtgc gtgaatattg 780 
ggggcccgga cgcccaggac cccatggcag tgggaaaaat gtaggagact gtttggaaat 840 
tgattttgaa cctgatgaaa ataaagaatg gaaagcttca gtgctgccga taaa 894 
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